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Figure S1. Binding of E6 to AIF, Related to Figure 2



Figure S2.  E6 binds to the FAD domain of AIF. Related to 
Figure 3b 



Figure S3. Proteasomal degradation of AIF induced by E6. 
Related to Figure 5 



HPV16_E6 MHQKRTAMFQDPQERPGKLPQLCTELQTTIHDIILECVYCKQQLLRREVYDFAFRDLCIV 60

HPV18_E6 -----MARFEDPTRRPYKLPDLCTELNTSLQDIEITCVYCKTVLELTEVFEFAFKDLFVV 55

HPV31_E6 -------MFKNPAERPRKLHELSSALEIPYDELRLNCVYCKGQLTETEVLDFAFTDLTIV 53

HPV58_E6 -------MFQDAEEKPRTLHDLCQALETSVHEIELKCVECKKTLQRSEVYDFTFADLRIV 53

HPV11_E6 ------MESKDASTSATSIDQLCKTFNLSLHTLQIQCVFCRNALTTAEIYAYAYKNLKVV 54

HPV6_E6 ------MESANASTSATTIDQLCKTFNLSMHTLQINCVFCKNALTTAEIYSYAYKHLKVL 54

HPV16_E6 YRDGNPYAVCDKCLKFYSKISEYRHYCYSVYGTTLEQQYNKPLCDLLIRCINCQKPLCPE 120

HPV18_E6 YRDSIPHAACHKCIDFYSRIRELRHYSDSVYGDTLEKLTNTGLYNLLIRCLRCQKPLNPA 115

HPV31_E6 YRDDTPYGVCTKCLRFYSKVSEFRWYRYSVYGTTLEKLTNKGICDLLIRCITCQRPLCPE 113

HPV58_E6 YRDGNPFAVCKVCLRLLSKISEYRHYNYSLYGDTLEQTLKKRLEEILIRCIICQRPLCPQ 113

HPV11_E6 WRDNFPFAACACCLELQGKINQYRHFNYAAYAPTVEEETNEDILKVLIRCYLCHKPLCEI 114

HPV6_E6 FRGGYPYAACACCLEFHGKINQYRHFDYAGYATTVEEETKQDILDVLIRCYLCHKPLCEV 114

HPV16_E6 EKQRHLDKKQRFHNIRGRWTGRCMSCCRSS-----RTRRETQL- 158

HPV18_E6 EKLRHLNEKRRFHNIAGHYRGQCHSCCNRARQERLQRRRETQV- 158

HPV31_E6 EKQRHLDKKKRFHNIGGRWTGRCIVCWR-------RPRTETQV- 149

HPV58_E6 EKKRHVDLNKRFHNISGRWTGRCAVCWR-------PRRRQTQV- 149

HPV11_E6 EKLKHILGKARFIKLNNQWKGRCLHCWT--------TCMEDLLP 150

HPV6_E6 EKVKHILTKARFIKLNCTWKGRCLHCWT--------TCMEDMLP 150
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Figure S4. Alignment of HPV E6 proteins among genotype.
Alignment was performed using the ClustalW software. 


